, not excluding atrial fibrillation cases. 1 ECG measurements were available for 88,217 individuals. Each column shows the estimated effect of the risk allele of an atrial fibrillation variant on various ECG traits. The effect of each variant, annotated with the corresponding gene name, is scaled with the log10-atrial fibrillation odds ratio. Red color represents a positive effect on the ECG variable and blue colors a negative effect. The effect is shown only for significant associations after adjusting for multiple testing with a false discovery rate procedure for each variant. Non-significant associations are white in the heatmap.
Position of the c.1167+1G>A mutation is labeled adjacent to exon 9 of ENST00000268661 transcript. No expression is detected for the two other annotated transcripts. Median coverage for c.1167+1G>A non-carriers (in green) is relatively even for all exons of ENST00000268661, while the expression of exon 9 is less for carriers (in blue) compared to other exons in the transcript. Amin = minor allele, Amaj = major allele, OR = odds ratio, MAF = minor allele frequency. Default cutoff for Deleterious classification = -2.5. Specificity = sensitivity = 80%.
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